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Multi-omics approaches for better understanding of the 
downstream effects of genetic risk factors
Daria Zhernakova
Maandag, 12 september 2016
1. Integration of genetic data with downstream molecular phenotypes 
is needed in order to unravel the functional mechanisms of disease-
associated variants. (this thesis)
2. The effect of genetic variants depends on the cell type and context 
they function in. (this thesis)
3. Expression profiles of certain genes represent accurate proxies for 
specific contexts and cell types. (this thesis)
4. Sharing of research data is necessary for rapid scientific progress. 
(this thesis)
5. Non-coding genes play an important role in disease mechanisms. 
(this thesis)
6. RNA sequencing should be used as a diagnostic tool to identify 
potential pathogenic variants that affect gene expression. (this thesis)
7. Allele-specific expression analysis is a powerful method to 
determine the functional effect of variants of unknown significance. 
(this thesis)
8. “But nature is always more subtle, more intricate, more elegant 
than what we are able to imagine.” Carl Sagan
 
9. “All knowledge begins from wonder.” Aristotle
